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MATOb - entry Ailg57680 fiom conttg tei23 h«p://mft)S.gsWe^cg|.Wn/proJAhaVgv_report71Bl23+At1g57680 

MATDB -entry Art g57680 from contigt8I23 mips 
(Chromosome 1 / BAC done TSL23 1 sequence database accession ^MBl^AgOygTSS) 



. Tvpe: 


gene/protein 


Code: 


Atl 957680 


' Old code: 


T8L23_15 


Title: 


putative protein 


Contig: 


t8123 


Position: 


53392-54480 


Notes 





ClassificaHon 

• known protein 
Functional Category 

• UNCIJ\SSIFIED PROTEINS 
TarqetP prediction 

• Targeted to secretory pathway 

• TargetP score: 0.968 

• TargetP reliability dass: 2 

• Probable signal sequence lengtti: - 

TMHMM transmembrane prediction 

• Very likely to be a transmembrane protein (or have a signal peptide) (Exp 
numberof AAinTMHs: 110) ^ ^ ♦ 

• A transmembrane region could actually be a signal peptide (Exp number, first 
60 AAs:21) 

• Orientation of N-terminal: external side (probability: 0.9) 

• Transmembrane regions: 

• 40-62 

• 83-100 

• 138-160 

• 181-203 

• 213-235 

EMBL 

• AY072149 



mRNA matches: 1 found 
Arabidopsls ESTs 



found 10 

AA585779 : Ai992654 : Ai998042 : AV518701 : AV538415 : AV538372: 
AV541088 : AV550688: AV550640 : AV554579: 
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MATDB - entiy At1g57680 fiDm conQg 18123 



http'7/iT)Ips.gsf.de/csi-bbifprajmiaVigv_reportn 



Full report 



• Full report includes FST matches and external annotation... slow. 
Protein properties 

PEDANT and Interpro data are being recalculated. To access old PEDA^4T data, use the link in the 
fen frame, but be aware that some protein sequences have been changed due to update of gene 
models based on cDNA data and PEDANT data may be outdated. 



Click here to submit new infomnation about this entiy 
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A. thaOana - conUg 18123 - entry At1o57680 



http://m{ps«sf.de^cgl-bin/prD|/lhal/geU>ep7t8l23M(1gS7660 



A, ihallana - contig 18123 - entry At1g57680 



mips 



>Pl;Atlg576eO 
.putative protein 

•MPLTKDVPDA FGWTTCLVA LLVLLGLI/CI AYSFYFQSHV RKQGYIQLGY FSGPWIIRIT 
FJLFAIWWAV GBIFRLSUJl RHRRIiLSGLD LRWQENVCKW YIVSNLGFAE PCLFLTLMFL 
LRAPLKMESG ALSGiCWNRDT AGYIILYCLP MLALQLAWL SESRLNGGSG SYVJCLPHDFT 
,OTYSRVIIDH DEVMiCTYPL I*STILLGVFA AVLTAYLFWL GRQILKLVIM KRLQKRVyTI* 
IFSVSSFLPL RIVMLCIiSVL TAADKIIFSA LSFLAFLSLP CFCWSICLI* VYFPVSDSMA 
LRGLRDTDDE DTAVTEERSG AU^LAPKSSQ TOSGLSLRGR RD5GSSTQER YVELSZiFLBA 
EN* 

C; Length 362 aa 

C; Sequence Atlg57680 was extracted from t8l23 
C; Fragment (54480-53392(0) 
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A. IhalteTia - con!iaT8l23 - coofdlnates: 53392-54480 (C) http://rnfps.gsf.dq/cgt*ln/proJfthaI/geUdna4)r7t8l23/^ 
A. thaiiana - contig t8l23 - coordinates: 53392-54480 (C) "^*P^ 

1 ATCCCCCTGA CAAAATTAGT TCCCGATGCA TTCGGCOTTG TGACGATATG TCTAGTCGCT . 
61 CTGCTAGTTC TTTTGGGTCT CCTTTGCATC GCTTACTCGT TCTATTTCCA GTCTCACGTT 
121 CGTAAGCAAG GCTATATTCA ACTTGGTTAC TTCAGTGGTC CCTGGATTAT CCGAATCACT 
181 TTCArrCTCT TTCCTATCTG GTGGgCTGTT GGTGAGATTT TTCGATTGAG TTTGTTGAGG 
241 CGTCACAGAA GQTTQTTCAG TCGGTTGGAT CTGAGATGGC AAGAAAACGT TTGCAAGTGG 
301 TACATCGTTT CCAATCTAGG ATTTGCGGAG CCTTGTCTCT TTCTGACTCT CATQTTTCTT 
361 CTGCGTGCTC CCTTGAAGAT GOAATCAGGG GCTTTGAGCG GAAAAT^^ SSSSSiS 
421 GCAGQTTATA TTATTCTTTA TTGTCTCCCG ATGCTTGCTC TTCAACTTGC GGTTGTGTTO 
4B1 TCCQAGTCAC GCCTAAATGO TGGTAGTGGC TCTTATGTAA AGCTGCCACA CGACTTCACA 
541 AGAACGTATT CCCGAGTTAT TATTGATCAC GACGAGGTGG CCTTATOCAC ATATCCTCTA 
601 CTGAGTACCA TCXnTCTTGG TGTGTTTGCA GCCGTCCTAA CAGCTTACTT QTTCTGGCTT 
661 GGRAGGCa«3A TACTORAACT 1GTCATTAAC AAGCGTTTAC AGAAGAGAGT ATACACTTTQ 
721 ATATTCTOGG TCTCGAGTTT CCTXCCATTA AGQATTGTTA TGCTCTGTTT GTCGGTTCTC 
781 ACAGCAGCAG ACAAGATTAT ATTOGAAGCC CTTTCTTTCT TGGCCTTCCT CTCCCTCTTC 
841 TGCTTTTGCG TGGTATCCAT CTGCTTGCTT GTCTACTTCX! CGGTTTCAQA TTCCATGGCX: 
901 CTGAGAGGTC TAAGAGACAC AGATGATGAG GATACGGCTG TGACCGAAGA ACGCAGMGT 
9S1 GCTCTGTTAC TTGCACCAAA CTCTTCACAA ACTGAIGAGO GATTGAGCTT AAGAGGTOGO 

1021 AGAGACTCGG GATCOTCTAC ACAGGAOAGG TATGTGGAAC TCAGCCTATT TCTGQAAGCT 

1081 GAQAACTAA . 
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A. fhaOaria - conUg (8123 - coordinates: 53392-54480 (C) 



http://hiIp5.gsf.dercgl^tn/kMPiWi-.^endna.pl7(8123/ 



A. ihaliana • contig t8l23 - coordinates: 53392-54480 (C) 



mips 



1 gtattarctc ttgagittct gtgntti.aag gttitgactt ggctctatgt attrcaatat 
61 tgttAttasit ttgtcrtgtta atcatcttaa tcttcaaggt tgctctagtti ttgagsas.jg 
121 ttatgacttt bfcaeaatcta gggttaagafc ggtttgatag gtctttgttt c^aatttttg 
181 ^tafc^itttgg taagtttttg afctatttgtt gttttgttta gtttatgtag gtaacacgca 
241 tatcaagCgt taaaaagtca agatcacaaa aagttctatc gggtgatctg ggctgctttc 
> 301 ttttgtaatc taattgcaga aactrtgctc tgacttggat agcttcgtaa aaggttcaat 
361 ctttctccgt ttttcatcaa tgagtagtaa ctaatcfcgga aatttgttgg gagagaaagg 
421 gcacattgca ctgctattgc tagacaacgt ttctgcatcc atgctggtag agagcatgcg 
481 tggatactgt gfctttgggtg ATGCCCCTGA CAAAATTAGT TCCCGATGCA TTCGGCGTTO 
541 TGACGATATG TCTAGTCGCT CTGCTAGTTC TTTTGGGTCT CCTTTGCATC GCTTACTCX3T 
601 TCTATTTCCA GTCTCACXnT CGTAAGCAAG GCTATATTCA ACTTGGTTAC TTCAG TGGTC 
661 CCTGOATTAT COQAATCACT TTCATTCTCT TTGCTATCTG GTO GGCT OTT GGTGAGATTT 
721 TTCGATTGAG TTTGTTGAGG CGTCACAGAA GGTTGTTGAQ TGGGTTGGAT CTGAGATGGC 
781 AAGAAAACGT TTGCAAGTGG TACATCGTTT CCAATCTAGG ATTTQCGGAQ CCTTGTCTCT 
841 TTCTGACTCT CATGTTTCTT CTGCGTGCTC CCTTGAAGAT GGAATCAGGG GCTTTGAGCG 
901 GAAAATCGAA CAGGGACACA QCAGQTTATA TTATTCTTTA TTGTCTCCCG ATGCTTGCTC 
961 TTCAACTTGC GGTTGTGTTG TCCGAGTCAC GCCTAAATGG TGGTAGTGGC TCrTATGTAA 
1021 AGCTGCCACA CQACTTCACA AGAACGTATT CCCmGTTAT TATTGATCAC GACGAGGTGa 
1081 CCTTATGCAC ATATCCTCTA CTGAGTACCA TCCTTCTTGG TGTGTTTGCA GCCG TCCTA A 
1141 CAGCTTACTT GTTCTOGCTT GGAAGGCASA TACTGAAACT TGTCATTAAC AAG CGrTTTA C 
1201 AGAAGAGA6T ATACACTTTO ATATTCTCGG TCTCGAGTTT CCTTCCATTA A^ATTCTTA 
1261 TGCTCTGTTT GTCGGTTCTC ACAGCAGCAG ACAAGATTAT ATTCX3AAGCC CTTTCTTTCT 
1321 TGGCCTTCCT CTCCCTCTTC TGCTTTTGCG TGGTATCCAT CTGCTTGCTT GTCTACTTCC 
1381 CGGTTTCAGA TTCCATGGCC CTGAGAGGTC TAAGAGACAC AGATGATGAG GATACGGCTG 
1441 TGACCX3AAGA ACGCAGTGGT GCTCTGTTAC TTGCACCAAA CTCTTCACAA ACTGATGAGG 
1501 OATTQAQCTT AAGAGGTCGG AGAGACTCGG GATCGTCTAC ACAGGAGAGG TATGTGG7VAC 
1561 TCAGCCTATT TCTGQAAGCT GAGAACTAA a atcgccaaag gctgtttCta tttggctt-tfc 
1621 ggcaatgtac aqactcct.gg tgaaacaagc agagagagag ggabaaagag tttaagtatg 
1681 agaatatgtt tcit;gcaaaaa aaggcataat ttcagttttg tggcaaagac actttgactg 
1741 taaagaaggg r.ttaaggggg cttactcttg tgagggtttg ttgf.ttgaaa tgtfcttctgc 
1801 ttgatagatc atatittttgt acctttatta tgtgatcaat tttgatttag aaaaaaaaaa 
1861 aaaaaacaat agccgtgaac atgagcatga cttt.aaaaga taaatcagcc ttttacccto 
1921 tattofcttgg actcatgaac atgagacttc ataagaaaat taga^aaatt gtaccaagca 
1981 aaacaaccat atagngttct aaaottccar. gtcaattcga cctagacaaa tacacttatg 
2041 acbtcagaaa atttgacata attttaatat tcaaccaagt ttgtcaaga 

Seguencea of S» leader, 3* craiiler, «nd introns (when applicable) »vc printed in lowercase. 
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